ABSTRACT The genome of a multidrug-resistant strain of Bibersteinia trehalosi isolated from a calf with chronic pneumonia is presented. The draft genome sequences have been deposited at DDBJ/ENA/GenBank.
212,914 bp, a maximum scaffold size of 646,523 bp, and a total of 2,408,960 bp. Gene models were produced with the Prodigal prokaryotic gene-calling program (13) using the standard software settings. From the resulting assemblies, 2,238 protein-coding gene models were produced. All predicted protein sequences derived from the assembly were functionally annotated with a combination of homology and a conserved domain search using NCBI BLASTϩ (14) and HMMER 3.0 (15) against the Pfam database (16) Standard recommended settings were used for the annotation of each program.
Analysis revealed genes conferring resistance to aminoglycosides [aph(3=)-Ia/IIb], sulfonamides (sul2), tetracyclines (tetR), phenicols (floR), and macrolide-lincosamidestreptogramin B families (msrE, mphD, erm35, erm42) . The genome of Bibersteinia trehalosi OADDL-BT1 will allow further study of antibiotic resistance and functional genomics in a pathologically relevant genus of which only a few sequenced genomes are currently available.
Data availability. This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession number RRUC00000000. The version described in this paper is accession number RRUC01000000. The sequences have been submitted to the Sequence Read Archive under the accession number PRJNA507647.
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